immunoglobulin synthesis. The distantly related y2 prototype, Herpesvirus saimiri, is indigenous to and apathogenic in squirrel monkeys (1) but causes fulminant T-cell lymphomas and acute lymphocytic leukemias in other New World primates (1-3) and rabbits (4) . It also immortalizes cultured peripheral blood lymphocytes of cotton top marmosets (Saguinus oedipus) (5) and common marmosets (Callithrix jacchus) (6) . Genes required for lymphocyte growth transformation and oncogenicity 'were localized to the leftterminal region of the 112-kilobase-pair (kbp) L-DNA in the Herpesvirus saimiri genome . Based on extreme sequence variations at the same left terminus of L-DNA, the known Herpesvirus saimiri strains have been divided into three subgroups (A, B, and C) (13, 14) that differ in their oncogenic capacity (10 tTo whom reprint requests should be addressed.
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The publication costs of this article were defrayed in part by page charge payment. This article must therefore be hereby marked "advertisement" in accordance with 18 U.S.C. §1734 solely to indicate this fact. The region contains five U-RNA genes (solid arrows) (11, 18) , a transcription unit for dihydrofolate reductase (DHFR) (19) , and two open reading frames (ORF; ORF-1 and ORF-2/STP-C488) related to the oncogenic phenotype (11, 12) . The hybridization probe (Kpn I fragment) detecting nonintegrated viral DNA (as shown in Fig. 2) , the Acc I fragment used for Southern and Northern blot analyses, and oligonucleotides for PCR amplification of viral DNA and mRNA are indicated.
RESULTS
Cultures of human mononuclear cells from peripheral blood, cord blood, or thymus infected with strains 484-77 and 488-77 of Herpesvirus saimiri subgroup C (13, 14) yielded continuously growing lymphoblastoid cell lines, whereas all cells infected with strains 11 and OMI (group A) or SMHI (group B) and uninfected cells ceased to proliferate within -4 weeks. Numerous lymphoid cell lines were consistently established by infection with the subgroup C strain 488, of which six lines were selected for further characterization (Table 1 ). All lines have been observed for 6-10 months. When total cellular DNA on Southern blots was hybridized with a 1.7-kbp Acc I fragment from the left end of L-DNA, covering the transformation-associated gene (Fig. 1) , genomic Herpesvirus saimiri DNA sequences were found in all cell lines, except line PB-W, at 30-60 genome equivalents per diploid cellular genome. The lymphoid cell lines contained the multicopy viral genomes as episomes (Fig. 2) , as has been observed in lymphoma-derived monkey cells (24) and in persistently infected human tumor cell lines (25, 26) . Estimates based on results of a polymerase chain reaction (PCR) indicated that the peripheral blood-derived line PB-W probably carries 1 genome copy per cell. The immortalized human lymphoblastoid lines did not secrete detectable amounts of infectious virus into the culture supernatant. Transcription of the putative oncogene STP-C488/ORF-2 (12) was demonstrated in all cell lines by hybridization of RNA on Northern blots with an ORF-2 probe (Fig. 1) and by PCR amplification of cDNA with ORF-2-specific primers ( Fig. 1 and data 
